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Abstract

Background: The methylation of DNA is recognized as a key mechanism in the regulation of genomic stability
and evidence for its role in the development of cancer is accumulating. LINE-1 methylation status represents a
surrogate measure of genome-wide methylation.

Findings: Using high resolution melt (HRM) curve analysis technology, we have established an in-tube assay that is
linear (r > 0.9986) with a high amplification efficiency (90-105%), capable of discriminating between partcipant
samples with small differences in methylation, and suitable for quantifying a wide range of LINE-1 methylation
levels (0-100%)–including the biologically relevant range of 50-90% expected in human DNA. We have optimized
this procedure to perform using 2 μg of starting DNA and 2 ng of bisulfite-converted DNA for each PCR reaction.
Intra- and inter-assay coefficients of variation were 1.44% and 0.49%, respectively, supporting the high
reproducibility and precision of this approach.

Conclusions: In summary, this is a completely linear, quantitative HRM PCR method developed for the
measurement of LINE-1 methylation. This cost-efficient, refined and reproducible assay can be performed using
minimal amounts of starting DNA. These features make our assay suitable for high throughput analysis of multiple
samples from large population-based studies.

Background
Epigenetic refers to the study of heritable cellular
changes that leave the DNA nucleotide sequence intact
[1]. Increasingly it is recognized that epigenetic mechan-
isms play an important role in cancer etiology through
alterations in gene activation, chromosomal stability,
and genomic imprinting [2,3]. The methylation of DNA
is recognized as a key epigenetic mechanism in the reg-
ulation of genomic stability and cell growth, and evi-
dence for its role in the development of a wide variety
of cancers is accumulating [4-10].
DNA methylation involves the transfer of a methyl

group to cytosine in CpG (cytosine-phosphate-guanine)
dinucleotide pairs. DNA methyltransferases are enzymes

responsible for either creating or maintaining methyla-
tion patterns [11,12]. Two types of aberrant methylation
patterns have been studied in relation to cancer etiology.
Global hypomethylation, which refers to a genome-wide
decrease in the number of cytosine bases that have been
methylated to form 5-methyl-cytosine at CpG sites, is
recognized as an early and consistent event in colorectal
carcinogenesis [13-15]. Global hypomethylation is often
accompanied by a second fundamental abnormality in
DNA methylation, that is, gene-specific hypermethyla-
tion of CpG islands within the promoter regions of criti-
cal genes, which can lead to transcriptional silencing of
tumor suppressor genes [16].
The majority of CpG nucleotides (about 80%) are

found in repetitive nucleotide sequences, multiple copies
of DNA elements that are normally methylated [17].
LINE-1 (long interspersed nucleotide element-1)
sequences comprise approximately 20% of the genome
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and are the most widely studied repetitive sequences
within the context of DNA hypomethylation and early
colorectal cancer development [18,19]. Many studies
have demonstrated that LINE-1 methylation status clo-
sely parallels overall global methylation levels, indicating
that LINE-1 methylation levels represent a valid surro-
gate measure of genome-wide methylation [20-24].
Current evidence suggests that LINE-1 hypomethya-

tion is not a passive change but contributes to neoplas-
tic and other disease processes. While previously
thought to be “junk” DNA, LINE-1 elements are now
recognized as having played a key role in producing
human genomic diversity. Through its retrotransposon
activity, which acts on itself and other interspersed repe-
titive elements, LINE-1 elements have created an esti-
mated 30% of the mass of the human genome [25].
Hypomethylation influences the activity of LINE-1 ele-
ments within the genome in a sequence- and position-
dependent manner. There is also evidence that delayed
or abnormal replication (i.e. independent repair of chro-
mosome breaks) occurs more frequently if the DNA is
hypomethylated [26]. Hypomethylation of LINE-1
sequences may be markers of regions of the genome at
increased risk of error-prone DNA repair. Hypomethyla-
tion increases activity of the bidirectional LINE-1 pro-
moter, and LINE-1 transcripts in cis can suppress the
transcription of genes, including those involved in DNA
repair [27,28]. Kaer et al. [29] found that active intronic
LINE-1 sequences could cause transcriptional interfer-
ence of genes through intron retention, forced exoniza-
tion and cryptic polyadenylation.
All LINE-1 elements are not equally methylated

(reviewed in [28]). Recently, researchers have focused on
LINE-1 loci-specific methylation pattern analysis
whereby individual LINE-1 CpG loci are classified into
one of three classes of distinct methylation levels (hypo-
methylated, partially methylated and hypermethylated).
Hypermethylation and partial methylation is characteris-
tic of the majority of LINE-1 sequences in normal cells,
while increased hypomethylation is observed in cancer.
This repetitive loci-specific methylation measure has
emerged as a promising potential clinical marker for the
detection of cancer-related changes in DNA [28,30].
For the purposes of this research, our goal was to

obtain a surrogate measure of global LINE-1 methyla-
tion based on a representative sub-set of CpG sites
within the LINE-1 consensus promoter region that
could be used as a determinant of risk in cancer predic-
tion. An eventual application of this marker may be to
identify people at higher risk for specific cancer types in
order to target them for screening or intervention pro-
grams. In order to make use of a marker in this manner,
it is necessary to evaluate the relationship between the

marker and cancer risk in large population-based
studies.
The objective of the current investigation was to

design a rapid, reproducible and cost-effective method
to estimate overall LINE-1 methylation that is suitable
for a large population-based study with limited amounts
of DNA available, using high resolution melt (HRM)
curve analysis technology - a quantitative methylation-
sensitive real-time fluorescence-based PCR method
[31-33]. Methods used to quantify global DNA methyla-
tion that were developed prior to HRM are generally
more expensive and labour-intensive, and require larger
amounts of high quality DNA. To date, HRM-based
methods have mainly been used to quantify gene-speci-
fic methylation [31-33]; however, one study used HRM
to measure LINE-1 methylation [34]. In this report we
utilized a Roche LightCycler 480 (LC480) and Gene
Scanning Software, which was originally designed for
Single Nucleotide Polymorphisms (SNP), to develop a
high-throughput and precise assay to obtain an overall
LINE-1 DNA methylation level across a subset of CpG
sites within the LINE-1 repetitive sequence as a surro-
gate measure of global methylation.

Materials and methods
Participant sample collection
A blood sample was collected into a 10 mL EDTA tube
from 13 healthy fasting volunteers. Following collection,
blood was placed on ice, centrifuged within 30 min to
isolate the buffy coat and then stored at -20°C until use.
One additional volunteer provided blood to be used as
the internal control sample for all HRM analyses. All
procedures pertaining to the collection and processing
of samples have been approved by the Queen’s Univer-
sity Health Sciences Research Ethics Board and the
Queen’s University Biohazards Committee. Informed
consent forms were successfully obtained from all parti-
cipants in this report.

Methylation standards
Human Methylated and Non-Methylated DNA stan-
dards were purchased from Zymo Research (Irvine, CA,
USA), and used as received. Unless indicated, 2 μg of
each standard DNA was bisulfite-converted as described
below. To generate a range of methylated and unmethy-
lated DNA standards, the two Zymo control DNA stan-
dards were mixed in 0, 10, 20, 30, 40, 50, 60, 70, 80, 90
and 100% methylated to unmethylated template ratios.

DNA isolation
DNA was isolated from peripheral blood leukocytes
(buffy coat) and purified using the 5-PRIME DNA isola-
tion kit (Inter Medico, Markham, ON, Canada)
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according to instructions provided by the manufacturer.
Purified DNA was stored at -20°C until use.

Bisulfite conversion
For DNA standards and participant samples, purified
DNA was quantified on a NanoDrop ND-2000 UV-Vis
spectrometer (Thermo Scientific, Wilmington, DE,
USA). DNA was bisulfite-converted (BSC) using an
Epitect Bisulfite Conversion Kit (Qiagen, Valencia, CA,
USA) which selectively deaminates cytosine, but not 5-
methyl-cytosine, to uracil. Chemical modification of
this nucleotide leads to a primary sequence change in
the DNA that permits detection of unmethylated cyto-
sines from 5-methyl-cytosine. To test the reliability of
using the NanoDrop to quantify the amount of DNA
after bisulfite conversion, further experiments were
conducted to compare this spectral absorbance method
with qPCR using a commercially available standard
BSC DNA (D5015, Zymo Research, Irvine CA, USA)
supplied at a concentration of 20 ng/μL to produce a
qPCR standard curve. Comparisons were performed on
three BSC DNA samples measured in triplicate
(Methylated DNA Standard sample, Unmethylated
DNA Standard sample, and internal control sample).
No statistical difference was observed (p = 0.1814
using Paired t-test) when comparing these two meth-
ods of quantifying amounts of BSC DNA (See Addi-
tional file 1: Figure S-1 and Table S-1 for details). In
addition, qPCR was used to verify that the concentra-
tions of BSC DNA for the 100% and 0% methylated
standards that were used to prepare the HRM standard
curve were equal. The NanoDrop ND-2000 was used
for all subsequent experiments to quantify BSC DNA.
Column-purified BSC DNA was re-quantified on the
NanoDrop ND-2000. All BSC DNA, unless stated
otherwise, was diluted to 1 ng/μL for use in PCR.

Influence of amount of starting DNA and BSC DNA
To evaluate the influence of the amount of starting
DNA on LINE-1 methylation, DNA from the internal
control blood was used at concentrations of 0.5, 1.0
and 2.0 μg. Three aliquots of each quantity of genomic
DNA were tested and HRM analysis was done in tripli-
cate on each of the three aliquots of each concentra-
tion. Similarly, the effect of different starting amounts
of template BSC DNA on LINE-1 methylation levels
was tested using 0.1-10 ng of BSC DNA template with

one aliquot analyzed in triplicate for each quantity of
starting BSC DNA.

Details of HRM method and analysis of data
Primer Design
Primers were designed according to the recommenda-
tions of Wojdacz et al. [35-38] in order to minimize
PCR bias. Briefly, primers were designed with the fol-
lowing conditions: i) primers must contain at least a sin-
gle CpG site as far as possible from the 3’ end of each
primer, and ii) when possible, one or more natural thy-
midine nucleotides (T) originating from a non-CpG
cytosine at the 3’ end of each primer, was included.
Inclusion of a CpG site in the 5’ end of the primer per-
mits experimental manipulation of the PCR bias towards
the methylated DNA. The PCR bias can be modified by
varying the annealing temperature during the amplifica-
tion stage of the experiment. Inclusion of a natural thy-
midine increases the likelihood of amplifying only
bisulfite-modified template DNA.
In the present study, primers were designed against

the completely methylated sense strand sequence. The
promoter region of the consensus LINE-1 sequence
(GenBank #: X58075) was used to design primer sets
with PRIMER DESIGNER 2.01 software (Scientific and
Educational Software, Cary, NC, USA). This primer pair
included one CpG dinucleotide in the 5’ end of the for-
ward primer and two CpG dinucleotide pairs at the 5’
end of the reverse primer (Table 1). The 141 bp ampli-
con included a total of 8 CpG dinucleotides between the
primers. The LINE-1 consensus promoter region, from
which our 8 CpG sites of interest were selected, has
been validated as representative of global DNA methyla-
tion status [22].
HRM analysis
PCR amplification of the DNA was carried out using a
Roche LightCycler 480 (Roche Applied Science, Laval,
PQ, Canada) equipped with the Gene Scanning software
(Version 1.5.0). PCR was performed in a 12 μL reaction
volume and 2 ng of BSC DNA templates (2 μL) were
added to each well which contained 1 × LightCycler 480
High Resolution Melting (HRM) Master Mix® (Roche),
3.0 mM MgCl2 and 0.2 μM of each primer. The cycling
protocol conditions included a single enzyme activation
step of 10 min at 95°C followed by 40 cycles of the fol-
lowing steps: denaturation 95°C, 10 s, annealing 48°C,
10 s, and extension 72°C, 15 s. It is important to note

Table 1 Primer Sequence set of LINE-1

Primer sequences (CpG sites in bold) Annealing temperature
(°C)

Amplicon size (bp) Number of CpGs between primers

Primer Set F: 5’-GCGAGGTATTGTTTTATTTGGGA-3’
R: 5’-CGCCGTTTCTTAAACC-3’

54°C 141 8
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that a touchdown PCR protocol as recommended by the
LC480-HRM Master Mix was not adopted. Inclusion of
a touchdown PCR protocol would have favoured the
PCR bias towards the higher melting and thermodyna-
mically more stable methylated DNA product.
The high resolution melting (HRM) step was per-

formed after 40 cycles of amplification. The HRM analy-
sis was initiated by denaturing all products at 95°C for 1
min, followed by annealing at 40°C for 1 min. Samples
were quickly warmed to 55°C and then slowly warmed
to 95°C at 0.1°C per second. Fluorescence data were col-
lected at 25 acquisitions per second. The LC480-HRM
Master Mix® employed a saturating dye (ResolLight™,
Roche) which facilitated the precise measurement of the
melt curves of the amplicons. The Roche Gene Scanning
software was employed for end product analysis. This
algorithm allowed the raw melt curves to be normalized
for fluorescence intensity, and a temperature shift was
applied to align the normalized melt curves, which
facilitated the analysis of samples with varying crossing
point (Cp) values. A difference curve was then derived
from the first derivative of the melt curves. Data for the
difference melt curves were exported to Excel (Office
2007; Microsoft Corp., Redmond, WA, USA) for further
analysis after the graphs were plotted and inverted verti-
cally. Both peak-height and area-under-the-curve from
the normalized, temperature-shifted, difference curves
were used to generate a standard curve and determine
the degree of methylation of each DNA sample.
Methylation analysis of participant samples
All participant DNA samples were analyzed on a 96-well
plate which included a no-template control (NTC), a set
of reference methylation standards, and an inter-assay
internal control sample. Reference methylation standard
curves and experimental samples were tested in tripli-
cate. Standard curves were plotted with Prism (V4.03;
GraphPad Software Inc., La Jolla, CA, USA), and percent
methylation of each test sample was determined by
interpolation of the data generated from the linear
regression analysis of the standard curve from each
plate.

Intra- and inter-assay reproducibility of LINE-1
methylation
To assess reproducibility, blood samples from 13 partici-
pants were analyzed in triplicate on each of three plates.
An identical internal control sample and a set of methy-
lation standards were included on each plate. Objective
criteria were established to determine when individual
participant methylation values would be excluded from
the analysis. For the HRM analysis, the first derivative of
the melt curve was determined for each sample. Repli-
cate samples were aligned and the peak-melt tempera-
ture for each sample within a set of triplicates was

examined. A triplicate methylation value would be
excluded from further analysis if the peak-melt tempera-
ture varied by more than 0.2°C from the other two
remaining triplicate values. In addition, individual out-
liers (> 5% difference from each of the remaining tripli-
cate values) would be removed and the average
methylation value calculated using the remaining
replicates.
The decision to re-run a plate was based on the per-

formance of the internal control sample. The 5% differ-
ence rule described above was applied to the internal
control triplicate values. If the difference between a spe-
cified pre-determined methylation cut-off level for the
internal control (i.e. 90.5% methylation) and the average
methylation value for the remaining internal control
replicates for a specific plate was more than 5%, then
the plate would be repeated.
Intra-assay reproducibility (e.g. within-sample repro-

ducibility) was assessed with a one-way analysis of var-
iance (ANOVA) [39,40]. The repeats of participants on
separate plates were treated as separate samples. To
assess inter-assay reproducibility (e.g. between-plate
reproducibility) an average value was calculated for each
sample on a plate. The coefficient of variation percen-
tage (e.g. CV% = ratio of within-subject variance (Root
mean square error) to the grand mean, multiplied by
100) were used to quantify intra- and inter-assay
reproducibility.

Results
Assessment of methylation standards using HRM
The suitability of using methylation specific (MS)-PCR
for measuring biologically significant levels of LINE-1
methylation was assessed by HRM PCR. Typically, pri-
mer pairs that produce reactions with Cp values of less
than 30 cycles are suitable for subsequent HRM analysis.
As illustrated in Figure 1, the Cp values as determined
by the second derivative maximum of the fluorescence
amplification curves are identical for both the methy-
lated and unmethylated BSC DNA standards. This indi-
cates that there is no PCR bias between the methylated
and unmethylated DNA.
A high resolution melt curve was generated from the

amplified product using only the raw data. Figure 2
shows the raw first derivative of the HRM curve for two
distinct products, the 0% and 100% methylated DNA
standards. The melt curves generated using raw data
displayed a Gaussian distribution, indicating that the
amplicons consisted of a group of PCR products with
similar melt characteristics for each of the methylated
and unmethylated DNA standards. The 100% methy-
lated BSC DNA had a melt peak at 77.8°C while the
unmethylated BSC DNA melted at a lower temperature
(75.3°C).
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The Roche LC480 Gene Scanning software, origin-
ally developed for single nucleotide polymorphism
(SNP) analysis, was utilized for end product analysis.
The fluorescence melt curves were scaled and then
normalized for fluorescence intensity. A temperature
shift was then applied to align the normalized melt
curves. The first derivative of the melt curves was cal-
culated and a resultant difference curve plotted. In
this study, a 0% methylated standard was used as the
reference curve.

Deriving the standard curve for determination of LINE-
1methylation
In order to accurately measure the percent methylation
of DNA, a standard curve was established. Various
amounts of BSC methylated and unmethylated DNA
standards were mixed and assayed to produce a stan-
dard curve. HRM PCR was used to amplify BSC DNA

standards. The resultant data were analyzed by the
LC480 Gene Scanning software. The first derivatives of
the difference plots were normalized and temperature-
shifted, and the resultant difference plots for each stan-
dard were plotted in Figure 3. This graph shows that a
range of 0%-100% methylated DNA can be resolved by
this method. More importantly, the standards that
represent biologically relevant methylation levels (50-
90%) of LINE-1 methylation can also be resolved by this
method.

Quantification of LINE-1 methylation
Using the curves from Figure 3, the peak-height
(Figure 4A) and the area-under-the-curve (Figure 4B)
were used to generate two separate standard curves
for quantification of percent methylation in order to
determine which of the above methods was better to
generate a standard curve for subsequent quantifica-
tion. A linear regression analysis was used to plot a
standard curve for subsequent analysis. The correla-
tion coefficient, r = 0.9983, was determined from the
plot of peak-height versus percent methylation, and
the plot of area-under-the-curve versus percent
methylation resulted in a plot with r = 0.9986, indi-
cating a high precision across the full range of DNA
methylation for both peak-height and area-under-the-
curve. As can be seen from this analysis, both peak-
height and area-under-the-curve plots can be used to
quantify methylation. Moreover, both methods of
analysis generate a linear fit which can be readily
applied for accurate determination of LINE-1
methylation.

Figure 2 Raw Melt curves (in triplicates) for 100% methylated
(red) and 100% unmethylated (blue) BSC DNA standards. Melt
curve peaks differed by approximately 2°C and had characteristically
different shapes indicating that the methylated and unmethylated
DNA are different products.

100% Methylation
90%Methylation
80%Methylation
70%Methylation
60%Methylation
50%Methylation
40%Methylation
30%Methylation
20%Methylation20%Methylation
10%Methylation
0% Methylation

Figure 3 Representative standard curves for the determination
of methylated DNA. Standard samples, from top to bottom, were
100, 90, 80, 70, 60, 50, 40, 30, 20, 10 and 0% methylated. Duplicate
standard curves were plotted for each standard.

Figure 1 Fluorescence curves (in triplicate) of fully methylated
(red) and fully unmethylated (blue) BSC DNA standards. It is
important that both methylated and unmethylated DNA are
amplified with similar efficiencies, thereby indicating no PCR bias for
either template DNA.
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HRM assessment of blood samples
Relationship between quantity of starting genomic DNA
and LINE-1 methylation levels
HRM analysis was used to measure the percent
methylation of BSC DNA derived from varying
amounts of starting DNA using the internal control
blood sample. Three aliquots of each DNA starting
amount were analyzed in triplicate. Figure 5 shows
that regardless of the amount of starting DNA (0.5-
2.0 μg) used for bisulfite conversion, the HRM analy-
sis for LINE-1 methylation essentially produced simi-
lar results. Data were analyzed by one-way ANOVA
with Tukey’s post hoc test. There was no significant
difference in methylation levels for each starting
amount of DNA. Two μg of starting DNA were used

for subsequent analyses using participant blood sam-
ples. The higher amount allowed a more precise
quantification of DNA concentration using the Nano-
drop Spectrometer.
Relationship between amount of BSC DNA template and
LINE-1 methylation
Figure 6 shows a titration curve with varying amounts of
BSC DNA from a blood sample. One aliquot was ana-
lyzed in triplicate for each starting amount of BSC
DNA. The Cp values were directly proportional to the
amount of DNA template from 0.1 to 10 ng. A standard
curve generated from this analysis had a slope of -3.858
and an efficiency of 1.89. Data were analyzed by one-
way ANOVA with Tukey’s post hoc test. No significant
difference was determined between any of the groups,
however the standard deviation of each sample was lar-
ger in the 0.1, 0.5 and 1.0 ng samples.
To further test the reliability of HRM for measuring

methylation using lower amounts of BSC DNA, addi-
tional experiments were conducted comparing methyla-
tion levels for 13 participants using 0.5 ng versus 2.0 ng
of starting BSC DNA. No statistical difference in methy-
lation values was observed (p = 0.2673 using the Paired
t-test) indicating that reliable methylation results can be
obtained using this method with as little as 0.5 ng of
starting BSC DNA.
In the current report, in order to reduce the standard

deviation for a given sample, 2 ng of BSC DNA was
chosen as the optimal amount for further experiments
using methylation standards and participant samples.
Similarly, individual aliquots of internal control DNA
were prepared using 2 μg of starting DNA and 2 ng of
BSC DNA for each subsequent HRM analysis.

A)

B)

Figure 4 A linear regression plot of the standard curves
against percent methylation.(A) A plot of peak-height versus
percent methylation (r = 0.998). (B) A plot of area-under-the-curve
versus percent methylation (r = 0.998). For this analysis, prepared
standard samples with 0, 10, 20, 30, 40, 50, 60, 70, 80, 90 and 100%
methylation were analyzed. All data points were plotted as mean of
triplicate samples ± S.D. Due to minimal variation in triplicate
measures, error bars were not visible in the plot.

Figure 5 Relationship between the starting amount of
genomic DNA used for bisulfite conversion and percent
methylation. Column-purified BSC DNA was diluted to 1 ng/μL and
used as a DNA template for HRM analysis for LINE-1 methylation.
Values are expressed as mean percent ± S.D.
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LINE-1 methylation and reproducibility in participant
samples
Percent LINE-1 methylation in the 13 healthy partici-
pants, aged 42-64, ranged from 79.98% to 87.51% with a
mean of 83.70%. The shape and pattern of the melt
curves for participant samples was similar to the stan-
dard curves (See Additional file 2: Figures S-2 and S-3).

The evaluation of intra-assay and inter-assay reprodu-
cibility of this method is presented in Table 2. Each
plate included a set of reference methylation standards,
an internal control sample and participant samples.
Each sample was done in triplicate. Objective criteria
(described in Materials and Methods) were used to
determine when to reject individual sample methylation
values or entire plates. In this experiment, none of the
triplicate values or plates was rejected.
In the evaluation of reproducibility of replicates within

a plate (within-subject or intra-assay variation) the
blood samples from each of the 13 participants on each
of the 3 plates were treated as separate samples. As a
result, this analysis included 39 samples with 3 replicates
for each sample. The coefficient of variation was 1.44%
(Table 2).
To assess the inter-assay (between-plate) reproducibil-

ity, blood samples from each of the 13 participants were
analyzed in triplicate on 3 separate plates and an aver-
age value was obtained for each sample on each plate.
The inter-assay coefficient of variation (inter-assay varia-
tion) was 0.49%.

Discussion
The analysis of repetitive elements in the human gen-
ome by PCR-based methods is a challenge as success
requires identification of consensus primers and amplifi-
cation conditions which can accommodate the sequence
variation of the many copies of the repeat. The quantita-
tive analysis of the methylation status of repetitive ele-
ments is technically more complex because of the need
to bisulfite modify the DNA prior to amplification,
which compounds the variability of the target sequences,
along with the need for the assays to be as reproducible,
precise and efficient as the equivalent analysis of single
copy sequences.
We have established a refined, rapid and reproducible

HRM PCR method that is suitable for quantifying global
LINE-1 methylation in DNA isolated from peripheral
blood leukocytes as a surrogate marker for measurement
of global genomic methylation. Our method is linear,
quantitative and highly repeatable. This relatively simple,
single in-tube assay is capable of discriminating between
participant samples with small differences in methyla-
tion values and quantifying a wide range of LINE-1

A)A)

B)

Figure 6 Relationship between the amount of BSC DNA
template from blood and LINE-1 methylation. The amount of
BSC DNA was varied (left to right, 10 (red), 5 (blue), 2.0 (green), 1
(purple), 0.5 (light blue) and 0.1 ng (light green)) and HRM was used
to measure LINE-1 methylation. (A) Fluorescence curves for varying
amounts of DNA. Each sample was analyzed in triplicate. Note that
at 40 cycles, the 0.1 ng curve did not fully reach a plateau. (B)
Determination of percent methylation as a function of amount of
template BSC DNA. Values are expressed as mean percent ± S.D.
Data were analyzed by one-way ANOVA with Tukey’s post hoc test.

Table 2 Reproducibility of LINE-1 methylation

Samples Range of
Std Dev

Root Mean Square Error Grand
Mean

CV%

Intra-assay variation* 39 0.14-2.29 1.21 83.70% 1.44%

Inter-assay variation** 13 0.10-0.70 0.41 83.70% 0.49%

*Analysis included 3 replicates for each of the 13 participants on each of 3 plates (39 samples)

**Averages of 3 replicates for each of the 13 participants were compared between 3 plates (13 samples)
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methylation levels (0-100%). The range of methylation
values that we observed (approx. 80-88% with a mean of
84%) was consistent with blood leukocyte methylation
values reported by Zhu et al. [41]. We have optimized
the procedure so that it is possible to perform this assay
using as little as 0.5 μg of starting amount of DNA per
bisulfite conversion reaction and 0.5 ng of BSC DNA
per PCR reaction while retaining an amplification preci-
sion of greater than 99% and efficiency between 90 and
105%. Both the intra-assay and inter-assay coefficients of
variation were below 1.5%, supporting the high reprodu-
cibility and precision of this approach.
DNA methylation plays an essential role in maintain-

ing cellular function, and changes in global methylation
levels may contribute to the development of cancer. Sev-
eral methods have been developed to quantify global
DNA methylation [16,42-44] including enzymatic diges-
tion followed by high performance liquid chromatogra-
phy (HPLC) [45], traditionally considered to be the ‘gold
standard’, and high performance capillary electrophor-
esis (HPCE) [46]. These techniques are generally expen-
sive, labour-intensive and require fairly large amounts of
starting DNA. Also, given that many population-based
studies have large numbers of participant samples and
often limited amounts of DNA, using these methods to
measure methylation may be cost-prohibitive and tech-
nically challenging.
Methylation of the promoter region of LINE-1 repe-

titive elements has been investigated as a surrogate
marker for global methylation levels using varied
experimental approaches, including PCR-based
methods such as Combined Bisulfite Restriction Analy-
sis (COBRA), MethyLight and pyrosequencing
[22,41,46-51]. These PCR-based methods use bisulfite-
treated DNA in order to differentially modify methy-
lated and non-methylated DNA. The COBRA assay
uses amplification of bisulfite-modified DNA followed
by restriction endonuclease digestion. A limitation of
this method is the need for specific restriction enzyme
recognition sequences within the target region. LINE-1
methylation levels quantified using MethyLight, a
quantitative real-time Taqman-based assay, were highly
correlated with genome-wide LINE-1 methylation as
measured using HPLC [22]. Drawbacks to this method
however are the need to use more costly Taqman
dual-labeled hydrolysis probes and a reference assay
for normalization [22]. Pyrosequencing has been used
extensively for LINE-1 methylation analysis [41,50,51].
While pyrosequencing provides reliable counts of the
methylation status at each CpG dinucleotide site
within a small target region it does require specialized
equipment. In addition, pyrosequencing is not able to
provide information on the context of the methylation
status of each site with respect to the others on the

same DNA strand. Therefore subpopulations of
sequences which exhibit very different methylation pat-
terns cannot be distinguished.
High Resolution Melt analysis PCR (HRM PCR) is

gaining acceptance as a robust method for measuring
levels of methylation [52,53]. HRM utilizes the charac-
teristics of the shape of the melting curve of BSC DNA
to quantify methylation levels. By comparing a series of
BSC dilution curves derived from varying mixtures of
methylated and unmethylated DNA standards, the
degree of methylation in a test sample can be deter-
mined [54]. HRM technology has primarily been used to
quantify single site gene-specific DNA methylation
[28,31,32]. Only one previous study has applied the
HRM technology to measuring LINE-1 methylation in a
variety of biological sample types [34]. Stanzer et al. [34]
reported a high correlation between results obtained
using HRM analysis compared to pyrosequencing and
MethyLight analysis. However, the authors commented
on achieving a modest linear dynamic range. Our study
expands on the seminal work of Stanzer et al. [34] and
provides additional experimental details useful for the
adoption of this approach by other researchers.
There are limitations to HRM for analysis of LINE-1

methylation. For HRM studies of repetitive elements,
the number of genomic targets is large. If a small pro-
portion of the sequences present are extremely hypo- or
hyper-methylated it may not be possible to distinguish
them from the majority of LINE-1 targets [28,48]. In
our study, the consistency of participant and standard
HRM curves suggests that the level of methylation at
the LINE-1 CpG sites of interest was uniform (See
Additional file 2: Figures S-2 and S-3). A further poten-
tial limitation of our assay is the small number of CpG
sites in the LINE-1 repetitive sequence that were ana-
lyzed. In order to maintain a high PCR efficiency, pri-
mers were designed to amplify the smallest fragment
needed to include the 8 CpG dinucleotides in the target
region. In support of this approach, the CpG sites within
the LINE-1 promoter region that we selected have been
validated by other methods as being representative of
the total genomic methylation status [22].
Next generation sequencing (i.e., deep sequencing) is

now permitting the study of entire genomes or targeted
portions of genomes [55]. Through this technology, the
location, sequence variation and methylation patterns of
LINE-1 sequences and other repetitive elements
throughout the genome are being established. While the
detail on the heterogeneity of DNA methylation of
LINE-1 and other sequences obtained with next genera-
tion sequencing technology will be unrivaled, at this
time it is a costly approach for population-based studies
which can require the assessment of thousands of sam-
ples. HRM technology provides a cost-effective and
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flexible means to survey the methylation status of single
or multiple sites of interest, including repetitive ele-
ments, to identify potential markers of risk in studies of
cancer prediction, or as a companion to other genomic,
proteomic or metabolomic strategies to further under-
stand the role of methylation in the normal functioning
of the genome or in disease pathogenesis.

Conclusion
In summary, we have established a refined, rapid and
reproducible HRM-based method for the quantification
of global LINE-1 repetitive element methylation that is
able to address many of the technical, analytical and
logistical challenges previously encountered. This assay
covers the full range of methylation levels, and most
importantly, methylation in the biologically relevant
range of 50-90% in human DNA samples can be reliably
quantified. The assay is linear, precise and efficient
within parameters acceptable for any quantitative PCR-
based assay using as little as 0.5 μg of starting DNA and
0.5 ng of BSC DNA for each PCR reaction. These fea-
tures make our assay suitable for automation and rapid
high-throughput analysis of multiple samples from large
population-based studies. The use of this method in epi-
genetic research can be extended to the measurement of
methylation levels of single copy sequences and other
repetitive elements.

Additional material

Additional file 1: Figure S-1; Table S-1. LINE-1 qPCR standard curve.
Standard universal methylated bisulfite-converted DNA (20 ng/μL) (Cat. #:
D5015, Zymo Research Corporation) was diluted with nuclease free water
to produce a standard curve for the qPCR. DNA concentration was
determined using the Absolute Quantification routine of the Roche LC-
480 Software and our LINE-1 primer set. The latter is essential as we have
demonstrated that this primer set does not have a PCR bias towards
either methylated or unmethylated DNA. Cycling parameters for the
qPCR were described in the Materials and Methods section and identical
to the conditions of the HRM PCR; Table S1: Quantification of BSC DNA
using UV spectrometry and qPCR. DNA concentration measured with the
NanoDrop ND-2000 UV-VIS spectrometer were compared with values of
DNA concentration measured by qPCR. Paired t-test analysis of the
results from the two methods of quantification showed no significant
difference between the concentration of DNA measured. These results
demonstrated that the NanoDrop ND-2000 spectrometer is an accurate
method for quantifying BSC DNA for HRM analysis.

Additional file 2: Figures S-2 and S-3. Supplemental Figure S-2. Raw
melt curves of 80, 90 and 100% methylation standard. This figure
demonstrates the homogeneity of melt curves from 80, 90 and 100% of
methylation standards, all in triplicates. Supplemental Figure S-3. Raw
melt curves of blood sample from each of 13 subjects used in the
current study. This figure demonstrates the homogeneity of melt curves
in all subjects.

Abbreviations
HRM: High resolution melt; LINE-1: Long interspersed nucleotide element-1;
MS PCR: Methylation specific PCR; BSC DNA: Bisulfite-converted DNA; SNP:

Single nucleotide polymorphism; MALDI-TOF MS: Matrix assisted laser
desorption/ionization time of flight mass spectrometry; HPLC: High
performance liquid chromatography; HPCE: High performance capillary
electrophoresis; COBRA: Combined bisulfite restriction analysis.

Acknowledgements
The authors wish to thank Professor Graham Côté of the Department of
Biochemistry, Queen’s University and Mr. David Armstrong of the
Department of Anatomy and Cell Biology, Queen’s University for reviewing
this manuscript, Dr. Victor Chong of Roche Applied Science, Laval, PQ,
Canada for his expert advice on software analysis, and Dr. Lauren Flynn of
the Department of Chemical Engineering, Queen’s University for use of her
NanoDrop ND-2000. The authors would also like to thank Ms. Gwyneth
Fairfield and Dr. Ceredwyn Hill for their assistance with collecting and
processing blood samples. Financial support for this work was gratefully
acknowledged through a research grant from the Canadian Cancer Society
Research Institute (Grant # 019450 to W.D.K) and an equipment grant from
the Leaders Opportunity Fund of the Canada Foundation for Innovation
(CFI) (Grant # 2505 to Drs. Brian Amsden, Stephen Waldman and Stephen C.
Pang).

Author details
1Department of Anatomy and Cell Biology, Queen’s University, Kingston, ON,
Canada. 2Department of Community Health and Epidemiology, Queen’s
University, Kingston, ON, Canada. 3Department of Laboratory Medicine, Saint
John Regional Hospital, Horizon Health Network and Department of
Pathology, Dalhousie University, Halifax, NS, Canada.

Authors’ contributions
I. Concept and Design:MYT, JEA, WDK, SAMT, SCP, II. Acquisition of Data:MYT,
JEA, NZ, SCP, III. Analysis and Interpretation of Data:MYT, JEA, NZ, WDK,
SAMT, SCP, IV. Drafting and Revising the Manuscript:MYT, JEA, WDK, SAMT,
SCP, V. Final Approval of the Manuscript:MYT, JEA, NZ, WDK, SAMT, SCP, VI.
Funding of the Research Project:WDK, SCP. All authors read and approved
the final manuscript.

Competing interests
The authors declare that they have no competing interests.

Received: 20 June 2011 Accepted: 28 December 2011
Published: 28 December 2011

References
1. Tost J: Epigenetics Norfolk, UK: Caister Academic Press; 2008, IX.
2. Garber K: Breaking the silence: the rise of epigenetic therapy. J Natl

Cancer Inst 2002, 94:874-875.
3. Moore LE, Huang WY, Chung J, Hayes RB: Epidemiologic considerations to

assess altered DNA methylation from environmental exposures in
cancer. Ann N Y Acad Sci 2003, 983:181-196.

4. Zhu X, Zheng L, Asa SL, Ezzat S: Loss of heterozygosity and DNA
methylation affect germline fibroblast growth factor receptor 4
polymorphism to direct allelic selection in breast cancer. Am J Pathol
2010, 177:2860-2869.

5. Esteller M, Fraga MF, Paz MF, Campo E, Colomer D, Novo FJ, et al: Cancer
epigenetics and methylation. Science 2002, 297:1807-1808.

6. Herceg Z: Epigenetics and cancer: towards an evaluation of the impact
of environmental and dietary factors. Mutagenesis 2007, 22:91-103.

7. Laird PW: The power and the promise of DNA methylation markers. Nat
Rev Cancer 2003, 3:253-266.

8. Chen K, Wang G, Peng L, Liu S, Fu X, Zhou Y, et al: CADM1/TSLC1
inactivation by promoter hypermethylation is a frequent event in
colorectal carcinogenesis and correlates with late stages of the disease.
Int J Cancer 2011, 128:266-273.

9. Perry AS, Watson RW, Lawler M, Hollywood D: The epigenome as a
therapeutic target in prostate cancer. Nat Rev Urol 2010, 7:668-680.

10. Esteller M: Epigenetic changes in cancer. F1000 Biol Rep 2011, 3:9.
11. Brena RM, Costello JF: Genome-epigenome interactions in cancer. Hum

Mol Genet 2007, 16(Spec No 1):R96-R105.
12. D’Alessio AC, Szyf M: Epigenetic tete-a-tete: the bilateral relationship

between chromatin modifications and DNA methylation. Biochem Cell
Biol 2006, 84:463-476.

Tse et al. BMC Research Notes 2011, 4:565
http://www.biomedcentral.com/1756-0500/4/565

Page 9 of 10

http://www.biomedcentral.com/content/supplementary/1756-0500-4-565-S1.PDF
http://www.biomedcentral.com/content/supplementary/1756-0500-4-565-S2.PDF
http://www.ncbi.nlm.nih.gov/pubmed/12072537?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12724223?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12724223?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12724223?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21037081?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21037081?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21037081?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12229926?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12229926?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17284773?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17284773?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12671664?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20340131?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20340131?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20340131?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21060342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21060342?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21655338?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17613554?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16936820?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16936820?dopt=Abstract


13. Jones PA, Baylin SB: The fundamental role of epigenetic events in cancer.
Nat Rev Genet 2002, 3:415-428.

14. Tost J, Dunker J, Gut IG: Analysis and quantification of multiple
methylation variable positions in CpG islands by Pyrosequencing.
Biotechniques 2003, 35:152-156.

15. Tost J, Schatz P, Schuster M, Berlin K, Gut IG: Analysis and accurate
quantification of CpG methylation by MALDI mass spectrometry. Nucleic
Acids Res 2003, 31:e50.

16. Tost J: DNA Methylation. Methods and Protocols New York, NY: Humana
Press; 2011, vi.

17. Costello JF, Brena RM: In Cancer epigenetics. Edited by: Tost J. Norfolk, UK:
Caister Academic Press; 2008:307-310.

18. Wilson AS, Power BE, Molloy PL: DNA hypomethylation and human
diseases. Biochim Biophys Acta 2007, 1775:138-162.

19. Ross JP, Rand KN, Molloy PL: Hypomethylation of repeated DNA
sequences in cancer. Epigenomics 2010, 2:245-269.

20. Ehrlich M: DNA hypomethylation in cancer cells. Epigenomics 2009,
1:239-259.

21. Wilhelm CS, Kelsey KT, Butler R, Plaza S, Gagne L, Zens MS, et al:
Implications of LINE1 methylation for bladder cancer risk in women. Clin
Cancer Res 2010, 16:1682-1689.

22. Weisenberger DJ, Campan M, Long TI, Kim M, Woods C, Fiala E, et al:
Analysis of repetitive element DNA methylation by MethyLight. Nucleic
Acids Res 2005, 33:6823-6836.

23. Yang AS, Estecio MR, Doshi K, Kondo Y, Tajara EH, Issa JP: A simple method
for estimating global DNA methylation using bisulfite PCR of repetitive
DNA elements. Nucleic Acids Res 2004, 32:e38.

24. Hoffmann MJ, Schulz WA: Causes and consequences of DNA
hypomethylation in human cancer. Biochem Cell Biol 2005, 83:296-321.

25. Wagstaff BJ, Barnerssoi M, Roy-Engel AM: Evolutionary conservation of the
functional modularity of primate and murine LINE-1 elements. PLoS One
2011, 6:e19672.

26. Kongruttanachok N, Phuangphairoj C, Thongnak A, Ponyeam W,
Rattanatanyong P, Pornthanakasem W, et al: Replication independent DNA
double-strand break retention may prevent genomic instability. Mol
Cancer 2010, 9:70.

27. Aporntewan C, Phokaew C, Piriyapongsa J, Ngamphiw C, Ittiwut C,
Tongsima S, et al: Hypomethylation of intragenic LINE-1 represses
transcription in cancer cells through AGO2. PLoS One 2011, 6:e17934.

28. Kikumthorn N, Mutirangura A: Long interspersed nuclear element-1
hypomethylation in cancer: biology and clinical applications. Clinical
Epigenetics 2011, 2:315-330.

29. Kaer K, Branovets J, Hallikma A, Nigumann P, Speek M: Intronic l1
retrotransposons and nested genes cause transcriptional interference by
inducing intron retention, exonization and cryptic polyadenylation. PLoS
One 2011, 6:e26099.

30. Pobsook T, Subbalekha K, Sannikorn P, Mutirangura A: Improved
measurement of LINE-1 sequence methylation for cancer detection. Clin
Chim Acta 2011, 412:314-321.

31. Malentacchi F, Forni G, Vinci S, Orlando C: Quantitative evaluation of DNA
methylation by optimization of a differential-high resolution melt
analysis protocol. Nucleic Acids Res 2009, 37:e86.

32. Smith E, Jones ME, Drew PA: Quantitation of DNA methylation by melt
curve analysis. BMC Cancer 2009, 9:123.

33. Liu W, Guan M, Su B, Li J, Ma W, Liu C, et al: Rapid determination of
AKAP12 promoter methylation levels in peripheral blood using
methylation-sensitive high resolution melting (MS-HRM) analysis:
application in colorectal cancer. Clin Chim Acta 2010, 411:940-946.

34. Stanzer S, Balic M, Strutz J, Heitzer E, Obermair F, Hauser-Kronberger C, et al:
Rapid and reliable detection of LINE-1 hypomethylation using high-
resolution melting analysis. Clin Biochem 2010, 43:1443-1448.

35. Wojdacz TK, Hansen LL: Reversal of PCR bias for improved sensitivity of
the DNA methylation melting curve assay. Biotechniques 2006, 41:274,
276, 278.

36. Wojdacz TK, Hansen LL, Dobrovic A: A new approach to primer design for
the control of PCR bias in methylation studies. BMC Res Notes 2008, 1:54.

37. Wojdacz TK, Borgbo T, Hansen LL: Primer design versus PCR bias in
methylation independent PCR amplifications. Epigenetics 2009, 4:231-234.

38. Wojdacz TK, Dobrovic A: Methylation-sensitive high resolution melting
(MS-HRM): a new approach for sensitive and high-throughput
assessment of methylation. Nucleic Acids Res 2007, 35:e41.

39. Bland JM, Altman DG: Measurement error. BMJ 1996, 313:744.
40. Bland JM, Altman DG: Measurement error proportional to the mean. BMJ

1996, 313:106.
41. Zhu ZZ, Sparrow D, Hou L, Tarantini L, Bollati V, Litonjua AA, et al:

Repetitive element hypomethylation in blood leukocyte DNA and
cancer incidence, prevalence, and mortality in elderly individuals: the
Normative Aging Study. Cancer Causes Control 2011, 22:437-447.

42. Laird PW: Principles and challenges of genomewide DNA methylation
analysis. Nat Rev Genet 2010, 11:191-203.

43. Fraga MF, Esteller M: DNA methylation: a profile of methods and
applications. Biotechniques 2002, 33:632, 634, 636-632, 634, 649.

44. Wong IH: Qualitative and quantitative polymerase chain reaction-based
methods for DNA methylation analyses. Methods Mol Biol 2006, 336:33-43.

45. Armstrong KM, Bermingham EN, Bassett SA, Treloar BP, Roy NC, Barnett MP:
Global DNA methylation measurement by HPLC using low amounts of
DNA. Biotechnol J 2010, 6:113-117.

46. Fraga MF, Uriol E, Borja DL, Berdasco M, Esteller M, Canal MJ, et al: High-
performance capillary electrophoretic method for the quantification of
5-methyl 2’-deoxycytidine in genomic DNA: application to plant, animal
and human cancer tissues. Electrophoresis 2002, 23:1677-1681.

47. Chalitchagorn K, Shuangshoti S, Hourpai N, Kongruttanachok N,
Tangkijvanich P, Thong-ngam D, et al: Distinctive pattern of LINE-1
methylation level in normal tissues and the association with
carcinogenesis. Oncogene 2004, 23:8841-8846.

48. Phokaew C, Kowudtitham S, Subbalekha K, Shuangshoti S, Mutirangura A:
LINE-1 methylation patterns of different loci in normal and cancerous
cells. Nucleic Acids Res 2008, 36:5704-5712.

49. Jintaridth P, Mutirangura A: Distinctive patterns of age-dependent
hypomethylation in interspersed repetitive sequences. Physiol Genomics
2010, 41:194-200.

50. Irahara N, Nosho K, Baba Y, Shima K, Lindeman NI, Hazra A, et al: Precision
of pyrosequencing assay to measure LINE-1 methylation in colon
cancer, normal colonic mucosa, and peripheral blood cells. J Mol Diagn
2010, 12:177-183.

51. Figueiredo JC, Grau MV, Wallace K, Levine AJ, Shen L, Hamdan R, et al:
Global DNA hypomethylation (LINE-1) in the normal colon and lifestyle
characteristics and dietary and genetic factors. Cancer Epidemiol
Biomarkers Prev 2009, 18:1041-1049.

52. Montgomery JL, Sanford LN, Wittwer CT: High-resolution DNA melting
analysis in clinical research and diagnostics. Expert Rev Mol Diagn 2010,
10:219-240.

53. Wojdacz TK, Moller TH, Thestrup BB, Kristensen LS, Hansen LL: Limitations
and advantages of MS-HRM and bisulfite sequencing for single locus
methylation studies. Expert Rev Mol Diagn 2010, 10:575-580.

54. Wojdacz TK, Dobrovic A, Hansen LL: Methylation-sensitive high-resolution
melting. Nat Protoc 2008, 3:1903-1908.

55. Potapova A, Albat C, Hasemeier B, Haeussler K, Lamprecht S, Suerbaum S,
et al: Systematic cross-validation of 454 sequencing and pyrosequencing
for the exact quantification of DNA methylation patterns with single
CpG resolution. BMC Biotechnol 2011, 11:6.

doi:10.1186/1756-0500-4-565
Cite this article as: Tse et al.: A refined, rapid and reproducible high
resolution melt (HRM)-based method suitable for quantification of
global LINE-1 repetitive element methylation. BMC Research Notes 2011
4:565.

Tse et al. BMC Research Notes 2011, 4:565
http://www.biomedcentral.com/1756-0500/4/565

Page 10 of 10

http://www.ncbi.nlm.nih.gov/pubmed/12042769?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12866415?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12866415?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12711695?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12711695?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17045745?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17045745?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/22121873?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/22121873?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20495664?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20179218?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16326863?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14973332?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14973332?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/14973332?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15959557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15959557?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21572950?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21572950?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20356374?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20356374?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21423624?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21423624?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/22022525?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/22022525?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/22022525?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21078311?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21078311?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19454604?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19454604?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19454604?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19393074?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19393074?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20227403?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20227403?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20227403?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20227403?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20883681?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20883681?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16989087?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16989087?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18710507?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18710507?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19483476?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19483476?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17289753?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17289753?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/17289753?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8819450?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/8688716?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21188491?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21188491?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21188491?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20125086?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20125086?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16916251?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/16916251?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12179987?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12179987?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12179987?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/12179987?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15480421?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15480421?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/15480421?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18776216?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/18776216?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20093385?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20093385?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20093385?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19336559?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19336559?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20214540?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20214540?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20629507?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20629507?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/20629507?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19180074?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/19180074?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21235780?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21235780?dopt=Abstract
http://www.ncbi.nlm.nih.gov/pubmed/21235780?dopt=Abstract

	Abstract
	Background
	Findings
	Conclusions

	Background
	Materials and methods
	Participant sample collection
	Methylation standards
	DNA isolation
	Bisulfite conversion
	Influence of amount of starting DNA and BSC DNA
	Details of HRM method and analysis of data
	Primer Design
	HRM analysis
	Methylation analysis of participant samples

	Intra- and inter-assay reproducibility of LINE-1 methylation

	Results
	Assessment of methylation standards using HRM
	Deriving the standard curve for determination of LINE-1methylation
	Quantification of LINE-1 methylation
	HRM assessment of blood samples
	Relationship between quantity of starting genomic DNA and LINE-1 methylation levels
	Relationship between amount of BSC DNA template and LINE-1 methylation

	LINE-1 methylation and reproducibility in participant samples

	Discussion
	Conclusion
	Acknowledgements
	Author details
	Authors' contributions
	Competing interests
	References

